Genes that tested significant for evolving under different selective pressures (FDR < 0.05) between Bombus and Apis, according to Clade model D (4 taxa tree) a Group identifiers are from OrthoDB 6 (http://cegg.unige.ch/orthodb6). b Unless otherwise specified, gene names are taken from the A. mellifera or D. melanogaster orthologs. c Total number of codons in the alignment after trimming with Gblocks. d From LRT comparing Clade model D to M3 with 3 rate categories. e Multiple test correction by the method of Benjamini and Hochberg to control the false discovery rate. f Maximum likelihood estimate for the proportion of sites evolving differently between clades.
